CAI TIEN PHUONG PHAP DA HINH CHIEU DAI CAT GIO1 HAN DIiCH (TERMINAL RESTRICTION
FRAGMENT LENGTH POLYMORPHISM - T-RFLP) VA GIAI MA TRINH TU’ GENE RRNA 16S SU DUNG
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IMPROVINGTHE METHOD OF BACTERIAL COMMUNITY IDENTIFICATION BASED ON TERMINAL
RESTRICTION FRAGMENT LENGTH POLYMORPHISM (T-RFLP) AND SEQUENCING 16S RRNA
ALIGNMENT ON OUTTER FISH MUCUS LAYER
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Tém tat bang tiéng Viét:

Viéc danh bat ca bat hop phap gia tang nhanh chéng tir cac hoat dong danh bat khéng dwoc kiém soat gay ra méi
lo ngai vé& sw ton tai cac loai ca. Nghién ctru nay hwéng dén viéc phan lap va dinh danh cac ching vi khuan
twong tac v&i I&p nhay vay ca va xac dinh cac sw khac biét clia cac tiéu phan trong cAu tric quan thé vi khuan
ton tai & cac khu vwc khédo sat. Nghién ciru khuéch dai va tdi wu héa PCR, biéu hién ky thuat t-RFLP dwoc thuc
hién. Cay phat sinh loai nham phan tich cac mdi quan hé ctia 19 loai phan lap dwoc véi cac co s& dir liéu gen
dwoc xay dwng. Qua phan tich trinh tw, cac két qua cho thdy sw ndi tréi cua loai Vibrio sp. trong quan thé vi
khuan trén 4 khu vuc khado sat quanh vung lllawarra, Uc. Viéc s dung t-RFLP va RFLP dwa trén PCR dwoc dé
xuét cling nhw xay dwng cac cac doan moi nhanh, an toan, tiét kiém va dac hiéu hon cho viéc phat hién va bao
vé cac loai thly hai san sau nay
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Tém tat bang tiéng Anh:

lllegal fishing is the leading loss of fish & fish habitat globally. The pressure of pressing profit for annual fishing
market has grown rapidly from illegal and, unreported & unregulated fishing has been reported in an extreme threat
for regional, local fisheries management & the sustainability of marine fisheries. This study aims atto isolatinge &
characterisinge bacterial communities associated with the outer mucus layer of fish and determines whether a
spatial pattern of difference in bacterial community composition exists among sites where bacteria were collected.
PCR procedure for amplification and optimisation and t-RFLP performance were proceeded. The phylogenetic tree
was built to analyse the relationship of nineteen species in biological databases. By performing DNA sequencing,
the results had shown the dominance of Vibrio sp. in the presence of bacterial community in four observed creeks
surround lllawarra region. It is recommended that a need for the improvement of better profiling techniques in
building some quicker, safer, cheaper & more specific markers, primers to protecting marine species afterwards
could be developed.
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